Supplementary Table 1. Arabidopsis

and rice protein sequences used for motif discovery with the MEME Suite.

Arabid genes Rice orthologs/sequelogs Function Protein sequences
At5g45350 No match unknown function MGGDNDNDKDKGFHGYPPAGYPPPGAYPPAGYPQQGYPPPPGAYPPAGYPPGAYPPAPGGYPPAPGYGGYPPAPGYGGYPPAPGHGGYPPAGYPAHHSGHA
GGIGGMIAGAAAAY GAHHVAHSSHGPY GHAAY GHGFGHGHGY GY GHGHGKFKHGKHGKFKHGKHGMFGGGKFKKWK
At1g47400 No match unknown function MMSFVANLAIKRFDHASTVYVEDVVDSSRVAYSENGGDDDDSGYDYAPAA
At2g30760 No match unknown function MQMIKPPVQRHSHRRHRLLRSLGHQFSFGFFALCEKQRECKCDMATVMTTNLYNVARHSPHPIIFVCGSWSSLIESLIESAKEEEESMRRRS
At2g30766 No match unknown function MAVVSHNNAEGRLYESTQTWPIAYLQIGGQENGGDDDDDDCDVAPAA
At2g14247 No match unknown function MAPSAAMLILSHPLVSHKAKNQSLSSPSSVKSTRVFGFLWPWKALDNEDHSAVVLGRLFGDPATIEKRFQEALEQSCW
At1g13609 No match unknown function MNNLRVIMSVLLAVLVFTATVSESAEEMGKGEVTISLRCKTKTECLKNIACEACVDCRCDKGICKCHGFTAETNNPTV
Rice locus Arabi ortholog/sequelogs Fi iption [Protein sequences

LOC Os01g45914

#N/A

OsIMA1

MAPVSEASPLVHQDGGIIASFAVYAGAPCCSARGRMAETDGDDDDDDYDCAPAA

MAPTASMLFLSYHQLHRPASAAEAAPASRRKEAEEEGSNGGAAGGRVRVSLSSALSLLARRREAAPTPTPQAAAAKEVTRRGGGGGDGVAGEGEPEEAASLERR

LOC_0s03g51530 #N/A Unknown function FEEAVRLSCWSS
- METPSPPAHPCPQTSPNCRQGHWPNPPSPALFSATTAGHQLRRSSITLKIPPDSQELKWTKKAMLKLPKATFHEAISFSLRRHRKGKNSMVLTSSCYKSICSQALPVV
LOC_Os11g15624 #N/A Unknown function FLSYFVFGSFVCRECVWPVGP
LOC_0s12918410 INA Unknown function | MPVTQHLGSEGDGAQVQYEATLAYSGAVAGVTIEELAGRTSSWSSVSYVLDLGFVHPHHAAHACLLWERRAPCLPCPLQNIIATAARPHLPPHTRGLYISLTASLTTSI
- CISCMSGCVPCCHSTKEVSATAFEDLNEAHSRRPEQGKVGEL GHVPGSEDQGREA
LOC_0s07g04920 - 0s.12430.1.51_at #NIA OsIMA2 MAIAKSE CERLAWAL LLESNLLVGNRRSNGDDDDDDVDVAPAA
MQKDAPSPLPPPVRYCGVLEDYEQQVDEEPPSPKSPSRKLSAAYRAELRRQNALINNGPRYRFRRP GEKRRRKKKKKHNKSKHHHTPPPPSPTPRPSPPSPICPYE
05.27982.1.81_at #NIA Unknown function  |[EYPTFEPDDPVWMRQSTMYAEAVLEHYNAAVDVGGGGVKYELVRAIFSGAIFTCKAAY GHRLFFAEVRKDKKRYIPTCLWSLDDEADRVGGAGADPQVDLPEITSPS
RRNYWFSCDDEMKHPKDGTSYHAGHFL
MDISRTNEGY TSCGPVVEMSWHRAGVLLLGAQPWLPVSGILAVARVGFVLLSMARMGWELCHVFCPYAVVRSVNAIKKIQPPKNKTALQEMIGKINFVRRFISNLSGR
) LEPFTPLLRLKADQKFTWGAEQQKALDSIKEYLSSPPVLIPPQKLRHYLLSNECTVICKADVVKYMLSAPISKGRVGKWIFSLTEFDLRYESPKAIKGQAIADFIVDHRDN|
0s.51491.1.51_at #NIA Unknown function SIGSVEIVPWTLFFDGSVCTHGCGIGLVIISARGASFEFAY TIKPY TTNNQAEYEAVLKGLQLLKEVEADVVEIMDDSLLVISQLAGEYECKNDTLMVYNEKCRELLRGF
QLVISKHVSREQNVEANDLAQGASRYKPMIKDVRVEVATLSANDWRYDVHHYLQNPSQSASRKLRYKALRHTLLDDELYYRTIDGFLLKCLSADQTKVAIGDGT
} MPGSLPGGPVPHDKRSQDFDSDNVLGLGLCEYILDYFLVVKRSSIDLVDRERIDYPMFYPGRALKIKDRFALFMMSLFLVSKY TDEVLMPRVIEATRSISYFAKLQRGD
0s.5436.1.S1_at #N/A Unknown function
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